TAL1::TCF3
BLCA BRCA CORE GBM HNSC KIRC LAML LUAD LUSC UCEC
= 48(4.2%) 50(4.8%) 54(6.6%) 33(6.6%) 19(5.1%) 24(5.6%) 13(3.5%) 30(4.2%) 90(4.9%) 25(4.3%)
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BLCA BRCA CRC GBM HNSC KIRC LAML LUAD LUSC UCEC
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CEBPB

BLCA BRCA CRC GBM HNSC KIRC LAML LUAD LUSC UGEC
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